Here, we present the annotated genome of Shemara, a siphophage of Salmonella enterica. The Shemara genome is 44 kb with 83 predicted protein-coding genes. At the nucleotide and amino acid levels, Shemara is most similar to phages in the Guernseyvirinae subfamily.
assigned a putative function, its coding density is 95.8%. Shemara is most similar to several phages within the Guernseyvirinae subfamily (21), namely, Salmonella virus VSiP (GenBank accession number MH424444), with 72% nucleotide identity and 59 shared proteins, and Salmonella phage St162 (GenBank accession number MF158037), with 72.1% nucleotide identity and 53 shared proteins.
Data availability. The genome sequence and associated data for phage Shemara were deposited under GenBank accession number MN070121, BioProject accession number PRJNA222858, SRA accession number SRR8869235, and BioSample accession number SAMN11360359.
ACKNOWLEDGMENTS
This work was supported by funding from the National Science Foundation (awards EF-0949351 and DBI-1565146) and from the National Cattlemen's Beef Association and Texas Beef Cattle. Additional support came from the Center for Phage Technology (CPT), an Initial University Multidisciplinary Research Initiative supported by Texas A&M University and Texas A&M AgriLife, and from the Texas A&M University Department of Biochemistry and Biophysics.
We are grateful for the advice and support of the CPT staff. This announcement was prepared in partial fulfillment of the requirements for BICH464 Bacteriophage Genomics, an undergraduate course at Texas A&M University.
